28 detected for two glycine residues within the selectivity filter that are highly conserved in potassium channels 29 and that are of core relevance to the filter structure and ion selectivity. 
Protein

23
Solid-state NMR
24
We report longitudinal 15 N relaxation rates derived from two-dimensional ( 15 N,
13
C) chemical shift 25 correlation experiments obtained under magic angle spinning for the potassium channel KcsA-Kv1.3 26 reconstituted in multilamellar vesicles. Thus, we demonstrate that solid-state NMR can be used to probe 27 residue-specific backbone dynamics in a membrane-embedded protein. Enhanced backbone mobility was 28 detected for two glycine residues within the selectivity filter that are highly conserved in potassium channels 29 and that are of core relevance to the filter structure and ion selectivity. 30 © 2009 Elsevier B.V. All rights reserved.
Introduction
36
Protein dynamics play an essential role for molecular function [1] 37 and nuclear magnetic resonance (NMR) has become a premier 38 method to probe molecular dynamics at atomic resolution in solution 39 [2, 3] . For more than two decades (see, e.g., Ref. [4, 5] ), solid-state NMR
40
(ssNMR) has provided spectroscopic means to study molecular here.
146
In Fig. 3 , we present relaxation-edited N-Cα correlation spectra [18] and a full-length model based on EPR data for residues 1-24 (PDB ID 1F6G) [66] . Residues stated in the text and the following figures are labeled. Nitrogen atoms for which site-specific longitudinal relaxation rates (R1) could be obtained are illustrated as blue spheres. Gly residues other than Gly77 and Gly79 are marked by red spheres. The selectivity filter of the potassium channel is marked by a black frame. The lipid bilayer is indicated by black lines. , respectively (Fig. 4b) 
Conclusions
245
We have determined 15 [43] L. Kiss, S.J. Korn, Modulation of C-type inactivation by K + at the potassium channel 393 selectivity filter, Biophys. J. 74 (1998) 1840-1849.
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